(A) Alignment of the first (active) protease domain (A. thaliana DEG7 1st prot. dom.) and the second (degenerate) protease domain (A. thaliana 2nd prot. dom.). The sequence of the protease domain of A. thaliana DEG1 is included to facilitate identification of catalytic side chains (shown in blue above the alignment). (B) Alignment of the PDZ domains. PDZ1 and PDZ3 both contain a stretch of additional amino acids not present in PDZ2 and PDZ4, indicating a whole-gene-duplication event as presented in Figure 1 of the main text. cons., consensus: *, identity; :, conservative replacement; ., non-conservative replacement.
